Fig. 1. Strategy used to determine the nucleotide sequence of the cloned cDNA of RDV genome segment S10. The number of nucleotides is indicated below the line representing the clone and the positions of relevant restriction sites are indicated above the line. The genome is orientated so that the 5' terminus of the plus strands is at the left. The arrows indicate the extent and orientation of the sequences determined in a separate analysis. The arrows with a solid circle indicate the sequence determined with primers and those with an open circle indicate the sequence determined using the fragments shortened by digestion with Bal 31.
1319 bp with one long open reading frame which starts from the first AUG triplet (residues 27 to 29) and extends for 1059 nucleotides. Three contiguous termination codons were detected at the third triplet downstream from the first stop codon (Fig. 2) . The initiation codon has the sequence context AACAUGG, regarded as an initiation sequence of high efficiency (Kozak, 1981) . The open reading frame has the coding potential for a polypeptide composed of 352 amino acids giving a calculated mol. wt. of 39 094 (39.1K). However, no major component protein of RDV is this size (Nakata et al., 1978) . The other reading frames including those in the opposite polarity strand contained numerous stop codons and none coded for more than 59 amino acids.
To determine the polarity of transcription, RDV transcripts synthesized in vitro were hybridized to the individual complementary full-length single-stranded cDNA copies of segment SI0 cloned into phage MI3. Transcription in vitro was carried out using [32p]UTP essentially as described for cytoplasmic polyhedrosis virus by Smith & Furuichi (1980) , except for the pH (8.5) and the omission of S-adenosyl methionine from the reaction mixture (Kodama & Suzuki, 1973) . After incubation of the reaction mixture for 4 h virus particles and bentonite were removed by centrifugation (96000 g for 30 rain) and the solution was passed through a Sepharose 2B column to remove unreacted materials. Dot hybridization was performed according to the method described by Maniatis et al. (1982) . The labelled transcripts hybridized to cDNA containing---TACC 3' but not to that with the sequence ---TGAT at the 3' end ( Fig. 3) . This result suggests that the sequence 5' GGUA---UGAU 3' (Fig. 2) , which is the strand of coding (positive) polarity, has the same polarity as the RDV transcripts synthesized in vitro. A similar result was observed with transcripts of WTV RNA (Asamizu et al., 1985) .
The 5' terminal structures of in vitro transcripts of RDV and WTV RNA are 5' m7GpppA .... (Shimotohno & Miura, 1975; Rhodes et al., 1977) , rather than 5' mTGpppG .... predicted from the genome sequences of RDV ( Fig. 2) and WTV (Asamizu et al., 1985) . It is not clear why transcripts that are complementary copies of the genome negative strand (Fig. 3) differ from the positive strand at the 5' terminus. However, as Asamizu et al. (1985) pointed out the transcripts were made by transcription in vitro and further studies are needed to see whether this difference is found in vivo.
The 5' and 3' ends of RDV S10 are the same as the terminal sequences of each genome segment of WTV (Asamizu et al., 1985) , that is: (+) 5' GGUA---UGAU 3' and (-) 3' CCAU---ACUA 5'. RDV and WTV belong to the same Phytoreovirus subgroup (Boccardo & Milne, 1984) , though they have quite distinct host ranges and are geographically separated. Their common terminal sequences may correspond to the polymerase recognition site, as suggested by Shatkin & Kozak (1982) . Although the possibility that the 39.1K polypeptide is included in the virus particles as an undetectable minor protein cannot be ruled out, it is presumably a non- Richardson & Furuichi, 1983) . However, a comparison of the 39.1K polypeptide sequence with data from the protein sequence library prepared by the National Biomedical Research Foundation, Washington, D.C., U.S.A. using the F A S T P ( L i p m a n & Pearson, 1985) and S E Q H P (Kanehisa, 1982) programs resulted in no strong homologies with a range of proteins including polymerases.
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